In the crystal of the title compound, C 7 H 9 N 3 O 4 , molecules are linked by weak C-HÁ Á ÁO hydrogen bonds into chains along the a-axis direction. The dihedral angle between the ring and the nitro group is 3.03 (6), while that between the ring and the acetate group is 85.01 (3) . 
Related literature

Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) x À 1; y; z.
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT; program(s) used to solve structure: SIR2002 (Burla et al., 2005) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg & Berndt, 2001) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and CRYSCAL (local program). The chemistry of imidazole occupies an extremely important position within the family of five-membered heterocyclic compounds. Synthesis of imidazole derivatives has attracted great interest in recent years due to their broad spectrum of biological activities (Gaonkar et al., 2009) . For a few decades, nitroimdazoles have been the subject of much interest because of their properties. Nitroimidazoles, such as metronidazole, misonidazole, ornidazole, secnidazole and etamidazole, are commonly used as therapeutic agents against a variety of protozoan and bacterial infections of humans and animals (Olender et al., 2009) . The compounds with nitro group at position 4 are usually less active than the corresponding 5-nitro derivatives. The structures of nitroimidazoles have been studied more thoroughly by X-ray and 13 C NMR and can be explained by wide application of these compounds, especially in medicine. The problem of structural identification of 1-substituted nitroimidazoles by NMR spectroscopy has been considered in many works (Larina & Lopyrev, 2009) . In previous work, we have reported the synthesis and structure determination of some new heterocyclic compounds bearing an imidazole unit (Chelghoum et al., 2011; Bahnous et al., 2012) . Herein, we report the synthesis and single-crystal X-ray structure of methyl 2-(2-methyl-4-nitro-1H-imidazol-1-yl)acetate, (I).
The molecular geometry and the atom-numbering scheme of (I) are shown in Fig. 1 . The asymmetric unit of (I)consists of 2-methyl-4-nitro-1H-imidazol linked to methyl acetate. The crystal packing can be described as crossed layers in zigzag parallel to the (110) plane. (Fig. 2) . It is stabilized by C-H···O and C-H···N hydrogen bond (Table 1) , weak N-O···π interactions and π-π stacking interactions between imidazole rings with a centroid-centroid distance of 4.6619 (6)Å. These interaction bonds link the molecules within the layers and also link the layers together, reinforcing the cohesion of the structure.
Methyl 2-(2-methyl-4-nitro-1H-imidazol-1-yl)acetate, (I), was obtained from reaction of methyl bromoacetate and 4(5)-nitro-2-methylimidazole in presence of potassium carbonate in DMF. Crystals suitable for X-ray analysis were obtained by slow evaporation of a chloroform-carbon tetrachloride solution.
Refinement
All non-H atoms were refined with anisotropic atomic displacement parameters. Approximate positions for all the H atoms were first obtained from the difference electron-density map. However, the H atoms were situated into idealized positions and the H atoms have been refined within the riding-atom approximation. The applied constraints were as follows: C aryl -H aryl = 0.95 Å, C methylene -H methylene = 0.99 Å and C methyl -H methyl = 0.98 Å. The idealized methyl group was allowed to rotate about the C-C bond during the refinement by application of the command AFIX 137 in SHELXL97 (Sheldrick, 2008) . U iso (H methyl ) = 1.5U eq (C methyl ) or U iso (H aryl or H methylene ) = 1.2U eq (C aryl or C methylene ). 
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT (Bruker, 2004 ); program(s) used to solve structure: SIR2002 (Burla et al., 2005) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg & Berndt, 2001 ); software used to prepare material for publication: WinGX (Farrugia, 2012) and CRYSCAL (local program).
Figure 1
A view of the title molecule with the atom-labelling scheme. Displacement ellipsoids are drawn at the 50% probability level. H atoms are represented as small spheres of arbitrary radius.
Figure 2
The crossed layers in the structure of the title compound, viewed down the c axis. 
Methyl 2-(2-methyl-4-nitro-1H-imidazol-1-yl)acetate
Crystal data Special details Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of
) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
